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Sequences producing significant alignments: 


Score E 
(bits) Value 


Oil 

23264551 emb | CAA72801.il 

polyprotein [Hepatitis C virus t 

ail 

3550763 |dbi | BAA32666.il 

polyprotein [Hepatitis C virus] 

ail 

3550761 | dbi | BAA32665 . 1 | 

polyprotein [Hepatitis C virus] 

ail 

3550765 |dbi | BAA32667.il 

polyprotein [Hepatitis C virus] 

ail 

6002651 dbi |BAA13617.1[ 

core, env and part of E2/NS1 [Hep 

aiL 

1765877 | dbi 1 BAA13620 . 1 | 

core, env and part of E2/NS1 [He 

ail 

17658731 dbi |BAA13618.1| 

core, env and part of E2/NS1 [He 

ail 

17658751 dbi IBAA13619.il 

core, env and part of E2/NS1 [He 

ail 

2252490 | emb | CAA72338 . 1 | 

HCV polyprotein [Hepatitis C vir 

ail 

3550759 | dbi 1 BAA32664 . 1 | 

polyprotein [Hepatitis C virus] 

aiL 

17658811 dbi |BAA13622.1| 

core, env and part of E2/NS1 [He 

aiL 

7650248 | qb | AAF65955. 1 | 

polyprotein [Hepatitis C virus] 

aiL 

4641781 dbi |BAA03581.1| 

polyprotein [Hepatitis C virus] 

ail 

17658851 dbi |BAA13624.1| 

core, env and part of E2/NS1 [He 

ail 

17658791 dbi 1 BAA13621.il 

core, env and part of E2/NS1 [He 

ail 

1765887 l dbi IBAA13625. 1 | 

core, env and part of E2/NS1 [He 

ail 

7650256 | qb IAAF65959. 1 I 

polyprotein [Hepatitis C virus] 

aiL 

482138 I pir I I S40770 qenome polvprotein - hepatitis C viru 

aiL 

2327073 | qb | AAB67037 . 1 | 

polyprotein [Hepatitis C virus st 

ail 

4711171 dbi IBAA01728.il 

polyprotein precursor [Hepatitis 

ail 

130461 | sp | P27958 | POLG HCVH Genome polyprotein [Contains: 

aiL 

8926245 | qb I AAF81759 . 1 1 

polyprotein [Hepatitis C virus] 

aiL 

130455 | sp | P26664 | POLG HCV1 Genome polyprotein [Contains: 


293 2e-78 
291 4e-78 
285 5e-76 
285 5e-76 
282 2e-75 
282 3e-75 
281 5e-75 
280 8e-75 
280 9e-75 
280 le-74 
280 le-74 
280 le-74 
279 2e-74 
279 2e-74 
279 2e-74 
279 3e-74 
278 3e-74 
278 4e-74 
278 4e-74 
278 4e-74 
278 4e-74 
278 4e-74 
278 4e-74 
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14532251 |qb 1AAK66557.1I 


2327075 | qb | AAB67038.il 


9930557 |qb IAAG02099. 1| 


3098655 | qb | AAC15732 . 1 1 


15529111 | qb | AAK97744.il 


1944376 | dbj |BAA19625.1| 


1009261 1 dbj | BAA07091 . 1 1 


3098644 |qb|AAC15727. 11 


14532245 | qb | AAK66554T1 | HCV type la/ lb chimera polyprote. 
2327071 | qb | AAB67036 . 1 | polyprotein [Hepatitis C virus st. 
22129793 | ref | NP 671491.11 polyprotein [Hepatitis C virus. 

HCV type la/ lb chimera mutant po. 
polyprotein [Hepatitis C virus st. 
polyprotein [Hepatitis C virus] 
polyprotein [Hepatitis C virus] 
polyprotein [Hepatitis C virus] 
unnamed protein product [Hepatit. 
core, env and part of E2/NS1 [He. 
polyprotein [Hepatitis C virus] 
polyprotein [Hepatitis C virus] 
polyprotein [Hepatitis C virus] 
polyprotein [Hepatitis C virus] 
polyprotein [Hepatitis C virus] 
polyprotein [Hepatitis C virus t. 
polyprotein [Hepatitis C virus] 
[Hepatitis 
[Hepatitis 
[Hepatitis 
[Hepatitis 
[Hepatitis C virus] 


5918961 | qb IAAD56196.il 


2943784 | dbj | BAA25076.il 


7 6502461 qb | AAF65954 . 1 1 


7650240 | qb | AAF65951.il 


5420377 | emb | CAB46677.il 


5918963 |qb|AAD56197. 1| 


7650244 |qb|AAF65953. 1| 


7650224 |qb|AAF65943. 1| 


7650234 | qb | AAF65948.il 


7341103 | qb IAAF61205.1I 


virus] 

virus] 

virus] 

virus] 


1814086 | dbj | BAA09072.il 


7650252 | qb | AAF65957.il 


1814089 | dbj | BAA09076.il 


1765868 | dbj |BAA13615.1| 


1009263 | dbj |BAA07092.1| 


7 65022 6 | qb | AAF65944.il 


221607 | dbj I BAA01583.il 


polyprotein 
polyprotein 
polyprotein 
polyprotein 
polyprotein 
polyprotein [Hepatitis C virus] 
polyprotein [Hepatitis C virus] 
core, env and part of E2/NS1 [He. 
core, env and part of E2/NS1 [He. 
polyprotein [Hepatitis C virus] 
polyprotein precursor [Hepatitis . 


1009271 | dbj IBAA07271.il 


1765870 | dbj | BAA13616.il 


1009257 | dbj |BAA07089.1[ 


1009259 | dbj |BAA07090.1| 


1765866 | dbj I BAA13614 . 1 1 


3523057 | dbj | BAA32652.il 


3523059 | dbj | BAA32653.il 


1009265 | dbj |BAA07093.1| 


3523055 | dbj |BAA32651.1| 


1066618 |qb|AAC42193.1 


1765891 | dbj | BAA13627.il 


601937 | dbj | BAA06739 . 1 | 


1765883 | dbj | BAA13623.il 


540813 |pir | | PN0677 


core, env and part of E2/NS1 [He. 
core, env, and part of E2/NS1 [He. 
core, env, and part of E2/NS1 [He. 
core, env and part of E2/NS1 [He. 
core, env and part of E2/NS1 [He. 
polyprotein [Hepatitis C virus] 
polyprotein [Hepatitis C virus] 
core, env and part of E2/NS1 [He. 
polyprotein [Hepatitis C virus] 
core protein 

core, env and part of E2/NS1 [He. 
core, env and part of E2/NS1 [Hep. 
core, env and part of E2/NS1 [He. 
hypothetical protein 787 


1765889 | dbj | BAA13626.il 


hepatitis . 

core, env and part of E2/NS1 [He. 
10092 69 | dbj | BAA07095 . 1 1 core, env and part of E2/NS1 [He. 
13729581 qb | AAB02127 . 1 | polyprotein [Hepatitis C virus] 
25804211 dbj | BAA23132 . 1 | polyprotein [Hepatitis C virus] 
4101681 qb | AAA20154 . 1 | structural region 
10092551 dbj | BAA07088 . 1 | polyprotein [Hepatitis 
222128661 qb I AAM94419 . 1 | polyprotein [Hepatitis 
379619281 qb | AAP69953 . 1 | polyprotein [Hepatitis 


93949 | pir I I S12707 genome polyprotein - hepatitis 


virus] 

virus] 

virus] 

C virus. 


1009267 | dbj | BAA07094.il 


133449591 qb | AAK19133 . 1 | 


1066620 |qb|AAC42194. 1 | 


133449491 qb|AAK19128. 11 


233288 661 qb I AAC42195 . 2 I 


474978 | dbj |BAA03730.1| 


11818551 qb | AAA8 6917.1 | 


13344947 | qb | AAK19127 . 1| 


464172 | dbj | BAA03732 . 1 I 


core, env, and part of E2/NS1 [He. 
polyprotein precursor [Hepatitis, 
core protein 

polyprotein precursor [Hepatitis, 
core protein [Hepatitis C virus] 
polyprotein [Hepatitis C virus] 
polyprotein 

polyprotein precursor [Hepatitis, 
polyprotein [Hepatitis C virus] 


278 

5e-74 

278 

5e-74 

278 

5e-74 

278 

5e-74 

278 

5e-74 

278 

5e-74 

277 

6e-74 

277 

6e-74 

277 

7e-74 

277 

7e-74 

277 

7e-74 

277 

8e-74 

277 

8e-74 

277 

8e-74 

277 

9e-74 

277 

9e-74 

277 

9e-74 

277 

9e-74 

277 

le-73 

277 

le-73 

276 

le-73 

276 

le-73 

276 

le-73 

276 

le-73 

276 

le-73 

276 

le-73 

276 

2e-73 

276 

2e-73 

276 

2e-73 

275 

2e-73 

275 

3e-7 3 

275 

3e-73 

274 

5e-73 

274 

5e-73 

274 

6e-73 

273 

9e-73 

273 

le-72 

273 

le-72 

273 

le-72 

272 

2e-72 

272 

2e-72 

271 

6e-72 

270 

le-71 

270 

le-71 

270 

2e-71 

269 

2e-71 

269 

3e-71 

268 

3e-71 

268 

4e-71 

268 

4e-71 

268 

6e-71 

268 

6e-71 

266 

2e-70 

266 

2e-70 

2 65 

3e-70 

2 65 

4e-70 

265 

4e-70 

265 

4e-70 

265 

4e-70 

265 

5e-7 0 
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‘ 


6e-70 

6e-70 

9e-70 

le-69 

le-69 

le-69 

le-69 

le-69 

2e-69 

2e-69 

3e-69 

9e-69 

le-68 

2e-68 

2e-68 

4e-68 

4e-66 


□ > gi | 2326455 | emb | CAA72801. 1 1 polyprotein [Hepatitis C virus type 6a] 
Length = 3018 

Score = 293 bits (749) , Expect = 2e-78 

Identities = 144/191 (75%), Positives = 145/191 (75%) 

Query: 1 MSTLPKPQXXXXXXXXXXPTDVKFPGGGQIVXXXXXXXXXXXXXXXXATRKTSERSQPRG 60 

MSTLPKPQ P DVKFPGGGQIV ATRKTSERSQPRG 

Sb jet : 1 MSTLPKPQRKTKRNTNRRPMDVKFPGGGQIVGGVYLLPRKGPRLGVRATRKTSERSQPRG 60 

Query: 61 RRQPIPKARQPQGRHWAQPGYPWPLYGNEGCGWAGWLLSPRGSRPHWGPNDPRRRSRNLG 120 

RRQPIPKARQPQGRHWAQPGYPWPLYG+EGCGWAGWLLSPRGSRPHWGPNDPRRRSRNLG 
Sbjct : 61 RRQPIPKARQPQGRHWAQPGYPWPLYGSEGCGWAGWLLSPRGSRPHWGPNDPRRRSRNLG 120 

Query: 121 KVIDTLTCGFADLMGYIXXXXXXXXXXXXXXXXXXRAIEDGINYATGNLPGCSFSIFLLA 180 

KVIDTLTCGFADLM YI RAIEDGINYATGNLPGCSFSIFLLA 

Sbjct: 121 KVIDTLTCGFADLMWYIPWGAPLGGVAAALAHGVRAIEDGINYATGNLPGCSFSIFLLA 180 

Query: 181 LLSCLTTPASA 191 
LLSCLTTPASA 

Sbjct: 181 LLSCLTTPASA 191 


D > qi 13550763 1 dbj | BAA32666. 1 1 polyprotein [Hepatitis C virus] 

Length = 3016 

Score = 291 bits (745), Expect = 4e-78 

Identities = 144/191 (75%), Positives = 145/191 (75%) 

Query: 1 MSTLPKPQXXXXXXXXXXPTDVKFPGGGQIVXXXXXXXXXXXXXXXXATRKTSERSQPRG 60 

MSTLPKPQ P DVKFPGGGQIV ATRKTSERSQPRG 

Sbjct : 1 MSTLPKPQRKTKRNTNRRPMDVKFPGGGQIVGGVYLLPRRGPRLGVRATRKTSERSQPRG 60 




13344953 | gb | AAK19130 . 
133449511 gb[ AAK19129 . 
13344963 | gb | AAK19135 . 
13344969 | gb[AAK19138. 
13344961 | gb | AAK19134 . 
13344967 |gb| AAK19137 . 
13344965 | gb | AAK19136. 
221512 | dbj | BAA007 05 . 1 
10666041 gb | AAC42186 . ] 
532381 1 gb | AAA21037 . 1 | 
9139961 gb | AAB34375 . 1 | 
974347 | gb | AAB40038 . 1 1 
1066606 | gb | AAC42187 . ] 
32 97361 gb | AAA9898 9 . 1 1 
1369771 1 gb | AAB02 117 . 1 
38147542 | gb | AAR12079. 
12463711 dbj IBAA09974. 


j_ polyprotein precursor [Hepatitis. 
!_ polyprotein precursor [Hepatitis. 
L polyprotein precursor [Hepatitis. 
j_ polyprotein precursor [Hepatitis. 
L polyprotein precursor [Hepatitis. 
L polyprotein precursor [Hepatitis. 
|_ polyprotein precursor [Hepatitis, 
structural protein [Hepatitis C v. 
core protein 
polyprotein 

polyprotein [Hepatitis C virus] 
core protein [Hepatitis C virus ty. 
core protein 

capsid and envelope :x proteins 
core protein 

L polyprotein [Hepatitis C virus] 

L polyprotein [Hepatitis C virus] 


Alignments 
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V ? 


Query: 

61 

Sbjct: 

61 

Query: 

121 

Sbjct: 

121 

Query: 

181 

Sbjct: 

181 



RRQPIPKARQPQGRHWAQPGYPWPLYGNEGCGWAGWLLSPRGSRPHWGPNDPRRRSRNLG 120 
RRQPIPKARQ QGRHWAQPGY PWPLYGNEGCGWAGWLLSPRGSRP+WGPNDPRRRSRNLG 
RRQPIPKARQSQGRHWAQPGYPWPLYGNEGCGWAGWLLS PRGSRPNWGPNDPRRRSRNLG 120 

KVIDTLTCGFADLMGYIXXXXXXXXXXXXXXXXXXRAIEDGINYATGNLPGCSFSIFLLA 180 
KVIDTLTCGFADLMGYI RAIEDGINYATGNLPGCSFSIFLLA 

KVIDTLTCGFADLMGYIPWGAPLGGVAAALAHGVRAIEDGINYATGNLPGCSFSI FLLA 180 

LLSCLTTPASA 191 
LLSCLTTPASA 
LLSCLTTPASA 191 


D > qi 135507611 dbj | BAA32665 . 1 1 polyprotein [Hepatitis C virus] 

Length = 3013 

Score = 285 bits (728) , Expect = 5e-76 

Identities = 140/191 (73%), Positives = 142/191 (74%) 

Query: 1 MSTLPKPQXXXXXXXXXXPTDVKFPGGGQIVXXXXXXXXXXXXXXXXATRKTSERSQPRG 60 
MSTLPKPQ P DVKFPGGGQIV ATRKTSERSQPRG 

Sb j Ct : 1 MSTLPKPQKRNQRNTNRRPQDVKFPGGGQIVGGVYLLPRRGPRLGVRATRKTSERSQPRG 60 

Query: 61 RRQPIPKARQPQGRHWAQPGYPWPLYGNEGCGWAGWLLSPRGSRPHWGPNDPRRRSRNLG 120 
RRQPIPKAR+ GR WAQPGY PWPLY GNEGCGW GWLLSPRGSRPHWGPNDPRRRSRNLG 
Sbjct : 61 RRQPIPKARRQTGRTWAQPGYPWPLYGNEGCGWMGWLLSPRGSRPHWGPNDPRRRSRNLG 120 

Query: 121 KVI DTLTCGFADLMGY IXXXXXXXXXXXXXXXXXXRAI EDGINYATGNLPGCS FS I FLLA 180 
KVIDTLTCGFADLMGYI RA+EDGINYATGNLPGCSFSIFLLA 

Sbjct: 121 KVIDTLTCGFADLMGYIPWGAPLGGVAAALAHGVRAVEDGINYATGNLPGCSFSIFLLA 180 

Query: 181 LLSCLTTPASA 191 
LLSCLTTPASA 

Sbjct: 181 LLSCLTTPASA 191 


O > qi 135507 651 dbj I BAA32667 . 1 1 polyprotein [Hepatitis C virus] 

Length = 3015 


Score = 285 bits (728), Expect = 5e-76 

Identities = 140/191 (73%), Positives = 142/191 (74%) 


Query: 

1 

Sbjct: 

1 

Query: 

61 

Sbjct: 

61 

Query: 

121 

Sbjct: 

121 

Query: 

181 

Sbjct: 

181 


MSTLPKPQXXXXXXXXXXPTDVKFPGGGQIVXXXXXXXXXXXXXXXXATRKTSERSQPRG 60 
MSTLPKPQ P DVKFPGGGQIV ATRKTSERSQPRG 

MSTLPKPQRKTKRNTNRRPMDVKFPGGGQIVGGVYLLPRRGPRLGVRATRKTSERSQPRG 60 

RRQPIPKARQ PQGRHWAQPGYPWPLYGNEGCGWAGWLLSPRGSRPHWGPNDPRRRSRNLG 120 
RRQPIPKARQP GR W QPGYPWPLYGNEGCGWAGWLLSPRGSRP+WGPNDPRRRSRNLG 
RRQPIPKARQPIGRSWGQPGYPWPLYGNEGCGWAGWLLS PRGSRPNWGPNDPRRRSRNLG 120 

KVIDTLTCGFADLMGYIXXXXXXXXXXXXXXXXXXRAIEDGINYATGNLPGCSFSIFLLA 180 
KVIDTLTCG ADLMGYI RAIEDG+NYATGNLPGCSFSIFLLA 

KVIDTLTCGLADLMGY I PVLGGPLGGVAAALAHGVRAI EDGVNYATGNLPGCS FS I FLLA 180 

LLSCLTTPASA 191 
LLSCLTTPASA 
LLSCLTTPASA 191 
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n > qi | 600265 | dbi I BAA13617 . 1 | core, env and part of E2/NS1 [Hepatitis C virus] 
Length = 414 

Score = 282 bits (722), Expect = 2e-75 

Identities = 144/191 (75%), Positives = 145/191 (75%) 

Query: 1 MSTLPKPQXXXXXXXXXXPTDVKFPGGGQIVXXXXXXXXXXXXXXXXATRKTSERSQPRG 60 
MSTLPKPQ P DVKFPGGGQIV ATRKTSERSQPRG 

Sb jet : 1 MSTLPKPQRKTKRNTNRRPMDVKFPGGGQIVGGVYLLPRRGPRLGVRATRKTSERSQPRG 60 

Query: 61 RRQPIPKARQPQGRHWAQPGYPWPLYGNEGCGWAGWLLSPRGSRPHWGPNDPRRRSRNLG 120 
RRQPIPKARQ QGRHWAQPGYPWPLYGNEGCGWAGWLLSPRGSRP+WGPNDPRRRSRNLG 
Sb jet : 61 RRQPIPKARQSQGRHWAQPGYPWPLYGNEGCGWAGWLLSPRGSRPNWGPNDPRRRSRNLG 120 

Query: 121 KVIDTLTCGFADLMGYIXXXXXXXXXXXXXXXXXXRAIEDGINYATGNLPGCSFSIFLLA 180 

KVIDTLTCGFADIiMGYI RAIEDGINYATGNLPGCSFSI FLLA 

Sb jet : 121 KVIDTLTCGFADLMGYIPWGAPLGGVAAALAHGVRAIEDGINYATGNLPGCSFSIFLLA 180 

Query: 181 LLSCLTTPASA 191 
LLSCLTTPASA 

Sb jet : 181 LLSCLTTPASA 191 


D > qi |1765877|dbj| BAA13620 . 1 1 core, env and part of E2/NS1 [Hepatitis C virus] 
Length = 414 

Score = 282 bits (721) , Expect = 3e-75 

Identities = 143/191 (74%), Positives = 144/191 (75%) 

Query: 1 MSTLPKPQXXXXXXXXXXPTDVKFPGGGQIVXXXXXXXXXXXXXXXXATRKTSERSQPRG 60 
MSTLPKPQ P DVKFPGGGQIV ATRKTSERSQPRG 

Sb jet : 1 MSTLPKPQRKTKRNTNRRPMDVKFPGGGQIVGGVYLLPRRGPRLGVRATRKTSERSQPRG 60 

Query: 61 RRQPI PKARQPQGRHWAQPGYPWPLYGNEGCGWAGWLLS PRGSRPHWGPNDPRRRSRNLG 120 

RRQPI PKARQP GRHWAQPGYPWPLYGNEGCGWAGWLLS PRGSRPHWGPNDPRRRSRNLG 
Sb jet : 61 RRQPI PKARQPTGRHWAQPGYPWPLYGNEGCGWAGWLLS PRGSRPHWGPNDPRRRSRNLG 120 

Query: 121 KVIDTLTCGFADLMGYIXXXXXXXXXXXXXXXXXXRAIEDGINYATGNLPGCSFSIFLLA 180 
KVIDT+TCGFADLMGYI R IEDGINYATGNLPGCSFSIFLLA 

Sbjct : 121 KVIDTITCGFADLMGYIPVLGAPLGGVAAALAHGVRVIEDGINYATGNLPGCSFSIFLLA 180 

Query: 181 LLSCLTTPASA 191 
LLSCLTTPASA 

Sbjct: 181 LLSCLTTPASA 191 


D > qi 1 1765873|dbj | BAA13618 . 1 1 core, env and part of E2/NS1 [Hepatitis C virus] 
Length = 414 

Score = 281 bits (719), Expect = 5e-75 

Identities = 143/191 (74%), Positives = 144/191 (75%) 

Query: 1 MSTLPKPQXXXXXXXXXXPTDVKFPGGGQIVXXXXXXXXXXXXXXXXATRKTSERSQPRG 60 
MSTLPKPQ P DVKFPGGGQIV ATRKTSERSQPRG 
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Sb jet : 1 MSTLPKPQRKTKRNTNRRPMDVKFPGGGQIVGGVYLLPRRGPRLGVRATRKTSERSQPRG 60 


Query: 61 RRQPIPKARQPQGRHWAQPGYPWPLYGNEGCGWAGWLLSPRGSRPHWGPNDPRRRSRNLG 120 
RRQPIPKARQ QGRHWAQPGY PWPLY GNE GCGWAGWLLS PRGSR PHW GPNDPRRRS RNLG 
Sbjet: 61 RRQPIPKARQSQGRHWAQPGY PWPLY GNE GCGWAGWLLS PRGSRPHWGPNDPRRRSRNLG 120 

Query: 121 KVI DTLTCGFADLMGY IXXXXXXXXXXXXXXXXXXRAIEDGI NYATGNLPGCS FS I FLLA 180 
KVI DTLTCGFADLMGY I RA+EDGINYATGNLPGCS FS I FLLA 

Sbjet: 121 KVI DTLTCGFADLMGY I PWGAPLGGVAAALAHGVRALEDGINYATGNLPGCS FS I FLLA 180 

Query: 181 LLSCLTTPASA 191 
LLSCLTTP SA 

Sbjet: 181 LLSCLTTPTSA 191 


□ > qi 1 1765875 I dbj | BAA13619 . 1 1 core, env and part of E2/NS1 [Hepatitis C virus] 
Length = 414 

Score = 280 bits (717), Expect = 8e-75 

Identities = 142/191 (74%), Positives = 143/191 (74%) 

Query: 1 MSTLPKPQXXXXXXXXXXPTDVKFPGGGQIVXXXXXXXXXXXXXXXXATRKTSERSQPRG 60 
MSTLPKPQ P DVKFPGGGQIV ATRKTSERSQPRG 

Sbjet: 1 MSTLPKPQRKTKRNTNRRPMDVKFPGGGQIVGGVYLLPRRGPRLGVRATRKTSERSQPRG 60 

Query: 61 RRQPIPKARQPQGRHWAQPGY PWPLY GNE GCGWAGWLLS PRGSRPHWGPNDPRRRSRNLG 120 
RRQPIPKARQ P GRHWAQPGY WPLY GNE GCGWAGWLLS PRGSRPHWGPNDPRRRSRNLG 
Sbjet: 61 RRQPIPKARQPTGRHWAQPGYAWPLYGNE GCGWAGWLLS PRGSRPHWGPNDPRRRSRNLG 120 

Query: 121 KVIDTLTCGFADLMGYIXXXXXXXXXXXXXXXXXXRAIEDGINYATGNLPGCSFSIFLLA 180 
KVIDT+TCGFADLMGYI R IEDGINYATGNLPGCSFSIFLLA 

Sbjet: 121 KVIDTITCGFADLMGYIPVLGAPLGGVAAALAHGVRVIEDGINYATGNLPGCSFSIFLLA 180 

Query: 181 LLSCLTTPASA 191 
LLSCLTTPASA 

Sbjet: 181 LLSCLTTPASA 191 


□ > qi | 2252490 1 emb | CAA72338 . 1 1 HCV polyprotein [Hepatitis C virus type 4a] 

Length = 3008 

Score = 280 bits (717), Expect = 9e-75 

Identities = 138/191 (72%), Positives = 141/191 (73%) 

Query: 1 MSTLPKPQXXXXXXXXXXPTDVKFPGGGQIVXXXXXXXXXXXXXXXXATRKTSERSQPRG 60 
MST PKPQ P DVKFPGGGQIV ATRKTSERSQPRG 

Sbjet: 1 MSTNPKPQRKTKRNTNRRPMDVKFPGGGQIVGGVYLLPRRGPRLGVRATRKTSERSQPRG 60 

Query: 61 RRQPIPKARQPQGRHWAQPGY PWPLY GNE GCGWAGWLLS PRGSRPHWGPNDPRRRSRNLG 120 
RRQPIPKAR+P+GR WAQPGY PWPLY GNE GCGWAGWLLS PRGSR P WGPNDPR RSRNLG 
Sbjet: 61 RRQPIPKARRPEGRSWAQPGY PWPLY GNE GCGWAGWLLS PRGSRPSWGPNDPRGRSRNLG 120 

Query: 121 KVI DTLTCGFADLMGY IXXXXXXXXXXXXXXXXXXRAIEDGI NYATGNLPGCS FS I FLLA 180 

KVI DTLTCGFADLMGY I RA+EDGINYATGNLPGCSFSIFLLA 

Sbjet: 121 KVI DTLTCGFADLMGYIPLVGAPVGSVARALAHGVRALEDGINYATGNLPGCSFSI FLLA 180 

Query: 181 LLSCLTTPASA 191 


http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 


5/1 1/04 



LLSCLT PASA 

Sbjct: 181 LLSCLTVPASA 191 


□ > qi I 3550759 I dbj I BAA32664 . 1 1 polyprotein [Hepatitis C virus] 
Length = 3019 

Score = 280 bits (716), Expect = le-74 

Identities = 138/191 (72%), Positives = 140/191 (73%) 


Query: 

1 

Sbjct: 

1 

Query: 

61 

Sbjct: 

61 

Query: 

121 

Sbjct : 

121 

Query: 

181 

Sbjct : 

181 


MSTLPKPQXXXXXXXXXXPTDVKFPGGGQIVXXXXXXXXXXXXXXXXATRKTSERSQPRG 60 
MSTLPKPQ P DVKFPGGGQIV ATRKTSERSQPRG 

MSTLPKPQRKTKRNTNRRPMDVKFPGGGQIVGGVYLLPRRGPRLGVRATRKTSERSQPRG 60 

RRQPIPKARQPQGRHWAQPGYPWPLYGNEGCGWAGWLLSPRGSRPHWGPNDPRRRSRNLG 120 
RRQPIPKAR QGR W QPGYPWPLYGNEGCGWAGWL+SPRGSRP WGPNDPRRRSRNLG 
RRQPIPKARPSQGRTWGQPGYPWPLYGNEGCGWAGWLMS PRGSRPSWGPNDPRRRSRNLG 120 

KVI DTLTCGFADLMGY IXXXXXXXXXXXXXXXXXXRAI EDGINYATGNLPGCS FS I FLLA 180 
KVIDTLTCG ADLHGYI RAIEDGINYATGNLPGCSFSIF+LA 

KVI DTLTCGLADLMGY I P WGGPLGGVAAALAHGVRAI E DGI NY AT GNL PGCS FS I FI LA 180 

LLSCLTTPASA 191 
LLSCLTTPASA 
LLSCLTTPASA 191 


□ > qi 117658811 dbi I BAA13622 . 1 1 core, env and part of E2/NS1 [Hepatitis C virus] 
Length =414 

Score = 280 bits (716), Expect = le-74 

Identities = 141/191 (73%), Positives = 142/191 (74%) 

Query: 1 MSTLPKPQXXXXXXXXXXPTDVKFPGGGQIVXXXXXXXXXXXXXXXXATRKTSERSQPRG 60 
MSTLPKPQ P DVKFPGGGQIV ATRKTSERSQPRG 

Sbjct: 1 MSTLPKPQRKTKRNTNRRPMDVKFPGGGQIVGGVYLLPRRGPRLGVRATRKTSERSQPRG 60 

Query: 61 RRQPIPKARQPQGRHWAQPGYPWPLYGNEGCGWAGWLLSPRGSRPHWGPNDPRRRSRNLG 120 
RRQPIPKARQ QGRHWAQPGYPWPLYGNEGCGWAGWL+SPRGSRPHWGPNDPR RSRNLG 
Sbjct: 61 RRQPIPKARQSQGRHWAQPGYPWPLYGNEGCGWAGWLMSPRGSRPHWGPNDPRHRSRNLG 120 

Query: 121 KVIDTLTCGFADLMGYIXXXXXXXXXXXXXXXXXXRAIEDGINYATGNL PGCS FSI FLLA 180 
KVIDTLTCGFADLMGYI R IEDGINYATGNLPGCSFSIF LA 

Sbjct: 121 KVIDTLTCGFADLMGYIPWGAPLGGVAAALAHGVRVIEDGINYATGNLPGCSFSIFFLA 180 

Query: 181 LLSCLTTPASA 191 
LLSCLTTPASA 

Sbjct: 181 LLSCLTTPASA 191 


G > qi I 7650248 I qb I AAF65955 . 1 1 polyprotein [Hepatitis C virus] 
Length = 3010 

Score = 280 bits (715), Expect = le-74 

Identities = 137/191 (71%), Positives = 141/191 (73%) 


http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 


5/1 1/04 



V 7 


O' - 


Query: 

1 

Sbjct : 

1 

Query: 

61 

Sbjct : 

61 

Query: 

121 

Sbjct : 

121 

Query: 

181 

Sbjct : 

181 



MSTLPKPQXXXXXXXXXXPTDVKFPGGGQIVXXXXXXXXXXXXXXXXATRKTSERSQPRG 60 
MST PKPQ P DVKFPGGGQIV ATRKTSERSQPRG 

MSTNPKPQRKTKRNTNRRPQDVKFPGGGQIVGGVYLLPRRGPRLGVRATRKTSERSQPRG 60 

RRQPIPKARQPQGRHWAQPGYPWPLYGNEGCGWAGWLLSPRGSRPHWGPNDPRRRSRNLG 120 
RRQPIPKARQP+GR WAQPGYPWPLYGNEG GWAGWLLSPRGSRP+WGP DPRRRSRNLG 
RRQPIPKARQPEGRTWAQPGYPWPLYGNEGMGWAGWLLSPRGSRPNWGPTDPRRRSRNLG 120 

KVTDTLTCGFADLMGYIXXXXXXXXXXXXXXXXXXRAIEDGINYATGNLPGCSFSIFLLA 180 
KVIDTLTCGFADLMGYI R +EDG+NYATGNLPGCS FS I FLLA 

KVIDTLTCGFADLMGYIPLVGAPLGGVARALAHGVRVLEDGVNYATGNLPGCSFSIFLLA 180 

LLSCLTTPASA 191 
LLSCLTTPASA 
LLSCLTTPASA 191 


D > gi | 464178 | dbj | BAA03581 . 1 1 polyprotein [Hepatitis C virus] 
Length = 3011 


Score = 279 bits (714) , Expect = 2e-74 

Identities = 136/191 (71%), Positives = 141/191 (73%) 


Query: 

1 

Sbjct : 

1 

Query: 

61 

Sbjct : 

61 

Query: 

121 

Sbjct: 

121 

Query: 

181 

Sbjct: 

181 


MSTLPKPQXXXXXXXXXXPTDVKFPGGGQIVXXXXXXXXXXXXXXXXATRKTSERSQPRG 60 
MST PKPQ P DVKFPGGGQIV ATRKTSERSQPRG 

MSTNPKPQRKTKRNTNRRPQDVKFPGGGQIVGGVYLLPRRGPRVGVRATRKTSERSQPRG 60 

RRQPIPKARQPQGRHWAQPGYPWPLYGNEGCGWAGWLLSPRGSRPHWGPNDPRRRSRNLG 120 
RRQPIPKAR+P+GR WAQPGYPWPLYGNEGCGWAGWLLSPRGSRP WGP+DPRRRSRNLG 
RRQPIPKARRPEGRSWAQPGYPWPLYGNEGCGWAGWLLSPRGSRPSWGPSDPRRRSRNLG 120 

KVIDTLTCGFADLMGYIXXXXXXXXXXXXXXXXXXRAIEDGINYATGNLPGCS FSI FLLA 180 
KVIDTLTCGFADLMGYI R +EDG+NYATGNLPGCS FSI FLLA 

KVIDTLTCGFADLMGYI PLVGAPLGGAARALAHGVRVLEDGVNYATGNLPGCS FSI FLLA 180 

LLSCLTTPASA 191 
LLSCLT PASA 
LLSCLTVPASA 191 


D > qi 1 1765885 | dbj | BAA13624 . 1 1 core, env and part of E2/NS1 [Hepatitis C virus] 
Length = 414 

Score = 279 bits (714) , Expect = 2e-74 

Identities = 142/191 (74%), Positives'" = 145/191 (75%) 

Query: 1 MSTLPKPQXXXXXXXXXXPTDVKFPGGGQIVXXXXXXXXXXXXXXXXATRKTSERSQPRG 60 
MSTLPKPQ P DVKFPGGG+IV ATRKTSERSQPRG 

Sbjct: 1 MSTLPKPQRKTKRNTYRRPMDVKFPGGGKIVGGVYLLPRRGPRLGVRATRKTSERSQPRG 60 

Query: 61 RRQPIPKARQPQGRHWAQPGYPWPLYGNEGCGWAGWLLSPRGSRPHWGPNDPRRRSRNLG 120 

RRQPIPKARQ QGRHWAQPGYPWPLYGNEGCGWAGWLLSPRGSRPHWGPNDPRRRSRNLG 
Sbjct: 61 RRQPIPKARQSQGRHWAQPGYPWPLYGNEGCGWAGWLLSPRGSRPHWGPNDPRRRSRNLG 120 

Query: 121 KVIDTLTCGFADLMGYIXXXXXXXXXXXXXXXXXXRAIEDGINYATGNLPGCS FSI FLLA 180 

KVIDTLTCGFADLMGYI RA+EDGIN+ATGNLPGCS FSI FLLA 

Sbjct: 121 KVIDTLTCGFADLMGYI PWGAPLGGVAAAFAHGVRALEDGINFATGNLPGCS FSI FLLA 180 


http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 


5/1 1/04 



Query: 
Sb jet : 


181 LLSCLTTPASA 191 
LLSCLTTPASA 
181 LLSCLTTPASA 191 


D > qi 1 17 658791 dbj | BAA13621 . 1 [ core, env and part of E2/NS1 [Hepatitis C virus] 
Length = 414 

Score = 279 bits (713), Expect = 2e-74 

Identities = 142/191 (74%), Positives = 144/191 (75%) 

Query : 1 MSTLPKPQXXXXXXXXXXPTDVKFPGGGQIVXXXXXXXXXXXXXXXXATRKTSERSQPRG 60 
MSTLPKPQ P DVKFPGGGQIV ATRKTSERSQPRG 

Sb j Ct : 1 MSTLPKPQRKTKRNTNRRPMDVKFPGGGQIVGGVYLLPRRGPRLGVRATRKTSERSQPRG 60 

Query: 61 RRQPI PKARQPQGRHWAQPGYPWPLYGNEGCGWAGWLLS PRGSRPHWGPNDPRRRSRNLG 120 
RRQPI PKARQP GRHWAQPGYPWPLYGNEGCGWAGWLLSPRGSRP+WGPNDPRRRSRNLG 
Sbjct : 61 RRQPI PKARQPTGRHWAQPGYPWPLYGNEGCGWAGWLLSPRGSRPNWGPNDPRRRSRNLG 120 

Query: 121 KVTDTLTCGFADLMGYIXXXXXXXXXXXXXXXXXXRAIEDGINYATGNLPGCSFSIFLLA 180 
KVIDT+TCG ADLMGYI RAIEDGINYATGNLPGCSFSIFLLA 

Sbjct: 121 KVIDTITCGVADLMGYIPVLGAPLGGVAAALAHGVRAIEDGINYATGNLPGCSFSIFLLA 180 

Query: 181 LLSCLTTPASA 191 
LLSCLTTPASA 

Sbjct: 181 LLSCLTTPASA 191 


D > qi 117 65887 |dbj IBAA13625. 1 [ core, env and part of E2/NS1 [Hepatitis C virus] 
Length = 414 

Score = 279 bits (713), Expect = 3e-74 

Identities = 142/191 (74%), Positives = 144/191 (75%) 

Query: 1 MSTLPKPQXXXXXXXXXXPTDVKFPGGGQIVXXXXXXXXXXXXXXXXATRKTSERSQPRG 60 
MSTLPKPQ P D+KFPGGGQIV ATRKTSERSQPRG 

Sbjct : 1 MSTLPKPQRKTKRNTNRRPMDIKFPGGGQIVGGVYLLPRRGPRLGVRATRKTSERSQPRG 60 

Query: 61 RRQPI PKARQPQGRHWAQPGYPWPLYGNEGCGWAGWLLS PRGSRPHWGPNDPRRRSRNLG 12 0 
RRQPI PKARQ QGRHWAQPGY PWPLY GNEGCGWAGWLLS PRGSRPHWGPNDPRRRSRNLG 
Sbjct: 61 RRQPI PKARQSQGRHWAQPGYPWPLYGNEGCGWAGWLLS PRGSRPHWGPNDPRRRSRNLG 120 

Query: 121 KVIDTLTCGFADLMGYIXXXXXXXXXXXXXXXXXXRAIEDGINYATGNLPGCSFSIFLLA 180 
KVIDTLTCGFADLMGYI RA+EDGINYATGNLPGCSFSIFLLA 

Sbjct: 121 KVIDTLTCGFADLMGYIPWGAPLGGVAAAFAHGVRALEDGINYATGNLPGCSFSIFLLA 180 

Query: 181 LLSCLTTPASA 191 
LLSCLTTP SA 

Sbjct: 181 LLSCLTTPTSA 191 


D > qi | 7650256 | qb | AAF65959 . 1 1 polyprotein [Hepatitis C virus] 
Length = 3010 

Score = 278 bits (712), Expect = 3e-74 


http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 


5/1 1/04 



"o» - 


Identities = 137/191 (71%), Positives = 141/191 (73%) 


Query: 

1 

Sbjct : 

1 

Query: 

61 

Sbjct : 

61 

Query: 

121 

Sbjct : 

121 

Query: 

181 

Sbjct : 

181 


MSTLPKPQXXXXXXXXXXPTDVKFPGGGQIVXXXXXXXXXXXXXXXXATRKTSERSQPRG 60 
MST PKPQ P DVKFPGGGQIV ATRKTSERSQPRG 

MSTNPKPQRKTKRNTNRRPQDVKFPGGGQIVGGVYLLPRRGPKLGVRATRKTSERSQPRG 60 

RRQPIPKARQPQGRHWAQPGYPWPLYGNEGCGWAGWLLSPRGSRPHWGPNDPRRRSRNLG 120 
RRQPI PKARQP+GR WAQPGY PWPLY GNEG GWAGWLLSPRGSRP WGP+DPRRRSRNLG 
RRQPIPKARQPEGRSWAQPGYPWPLYGNEGLGWAGWLLSPRGSRPSWGPSDPRRRSRNLG 120 

KVI DTLTCGFADLMGY I XXXXXXXXXXXXXXXXXXRAI EDGINY AT GNL PGCS FSIFLLA 180 
KVIDTLTCGFADLMGYI RA+EDG+NYATGNLPGCSFSIFLLA 

KVIDTLTCGFADLMGYI PLVGAPLGGVARALAHGVRAVEDGVNYATGNL PGCS FSIFLLA 180 

LLSCLTTPASA 191 
LLSCLT PASA 
LLSCLTI PASA 191 


D > qi I 482138 I pir | IS40770 genome polyprotein - hepatitis C virus 
qi I 221587 I dbj | BAA01582 . 1 1 polyprotein precursor [Hepatitis C virus] 
Length = 3011 


Score = 278 bits (712), Expect = 4e-74 

Identities = 135/191 (70%), Positives = 140/191 (73%) 


Query: 

1 

Sbjct: 

1 

Query: 

61 

Sbjct: 

61 

Query: 

121 

Sbjct: 

121 

Query: 

181 

Sbjct : 

181 


MSTLPKPQXXXXXXXXXXPTDVKFPGGGQIVXXXXXXXXXXXXXXXXATRKTSERSQPRG 60 
MST+PKPQ P DVKFPGGGQIV ATRKTSERSQPRG 

MSTIPKPQRKTKRNTNRRPQDVKFPGGGQIVGGVYLLPRRGPRLGVRATRKTSERSQPRG 60 

RRQPI PKARQPQGRHWAQPGYPWPLYGNEGCGWAGWLLSPRGSRPHWGPNDPRRRSRNLG 120 
RRQPI PK R+P+GR WAQPGYPWPLYGNEGCGWAGWLLSPRGSRP WGP DPRRRSRNLG 
RRQPI PKVRRPEGRTWAQPGYPWPLYGNEGCGWAGWLLSPRGSRPSWGPTDPRRRSRNLG 120 

KVIDTLTCGFADLMGYIXXXXXXXXXXXXXXXXXXRAIEDGINYATGNLPGCSFSIFLLA 180 
KVIDTLTCGFADLMGYI R +EDG+NYATGNLPGCS FS I FLLA 

KVIDTLTCGFADLMGYIPLVGAPLGGAARALAHGVRVLEDGVNYATGNLPGCSFSIFLLA 180 

LLSCLTTPASA 191 
LLSCLT PASA 
LLSCLTVPASA 191 


D > qi | 2327073 | qb | AAB67 037.11 polyprotein [Hepatitis C virus strain H77] 
Length = 3011 


Score = 278 bits (711), Expect = 4e-74 

Identities = 136/191 (71%), Positives = 140/191 (73%) 


Query: 1 
Sbjct: 1 
Query: 61 
Sbjct: 61 


MSTLPKPQXXXXXXXXXXPTDVKFPGGGQIVXXXXXXXXXXXXXXXXATRKTSERSQPRG 60 
MST PKPQ P DVKFPGGGQIV ATRKTSERSQPRG 

MSTNPKPQRKTKRNTNRRPQDVKFPGGGQIVGGVYLLPRRGPRLGVRATRKTSERSQPRG 60 

RRQPI PKARQPQGRHWAQPGYPWPLYGNEGCGWAGWLLSPRGSRPHWGPNDPRRRSRNLG 120 
RRQPI PKAR+P+GR WAQPGYPWPLYGNEGCGWAGWLLSPRGSRP WGP DPRRRSRNLG 
RRQPI PKARRPEGRTWAQPGYPWPLYGNEGCGWAGWLLSPRGSRPSWGPTDPRRRSRNLG 120 


http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 
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Query: 

Sbjct: 



121 KVIDTLTCGFADLMGYIXXXXXXXXXXXXXXXXXXRAIEDGINYATGNLPGCSFSIFLLA 180 
KVIDTLTCGFADLMGYI R +EDG+NYATGNLPGCSFSIFLLA 

121 KVIDTLTCGFADLMGYI PLVGAPLGGAARALAHGVRVLEDGVNYATGNLPGCSFSIFLLA 180 


Query: 181 LLSCLTTPASA 191 
LLSCLT PASA 

Sbjct: 181 LLSCLTVPASA 191 


□ > qi I 471117 I dbj I BAA01728 . 1 1 polyprotein precursor [Hepatitis C virus] 
Length = 3010 

Score = 278 bits (711), Expect = 4e-74 

Identities = 137/191 (71%), Positives = 141/191 (73%) 


Query: 

1 

Sbjct: 

1 

Query: 

61 

Sbjct: 

61 

Query: 

121 

Sbjct : 

121 

Query: 

181 

Sbjct: 

181 


MSTLPKPQXXXXXXXXXXPTDVKFPGGGQIVXXXXXXXXXXXXXXXXATRKTSERSQPRG 60 
MST PKPQ P DVKFPGGGQIV ATRKTSERSQPRG 

MSTNPKPQRKTKRNTNRRPQDVKFPGGGQIVGGVYLLPRRGPRLGVRATRKTSERSQPRG 60 

RRQPIPKARQPQGRHWAQPGYPWPLYGNEGCGWAGWLLSPRGSRPHWGPNDPRRRSRNLG 120 
RRQPIPKAR+P+GR WAQPGYPWPLYGNEG GWAGWLLSPRGSRP WGPNDPRRRSRNLG 
RRQPIPKARRPEGRAWAQPGYPWPLYGNEGMGWAGWLLSPRGSRPSWGPNDPRRRSRNLG 120 

KVIDTLTCGFADLMGYIXXXXXXXXXXXXXXXXXXRAIEDGINYATGNLPGCSFSIFLLA 180 
KVIDTLTCGFADLMGYI RA+EDG+NYATGNLPGCSFSIFLLA 

KVIDTLTCGFADLMGYI PLVGAPLGGAARALAHGVRALEDGVNYATGNLPGCSFSIFLLA 180 

LLSCLTTPASA 191 
LLSCLT PASA 
LLSCLTI PASA 191 


□ > qi | 130461 | sp | P2 7 95 8 | POLG_HCVH Genome polyprotein [Contains: Capsid protein C (C 
(P22); Envelope glycoprotein El (GP32) (GP35) ; Envelope 

glycoprotein E2 (GP68) (GP70) (NS1) ; Protein P7; 

Nonstructural protein NS2 (P21) ; Protease/helicase NS3 

(P70) (Hepacivirin) ; Nonstructural protein NS4A (P4) ; 

Nonstructural protein NS4B (P27) ; Nonstructural protein 
NS5A (P56); Nonstructural protein NS5B (P66) (P70) 

(RNA-directed RNA polymerase) ] 

qi | 74464 | pir | [ GNWVCH genome polyprotein - hepatitis C virus (strain H) 

qi | 329738 | qb | AAA45534 . 1 | polyprotein 
Length = 3011 

Score = 278 bits (711), Expect = 4e-74 

Identities = 136/191 (71%), Positives = 140/191 (73%) 

Query : 1 MSTLPKPQXXXXXXXXXXPTDVKFPGGGQIVXXXXXXXXXXXXXXXXATRKTSERSQPRG 60 
MST PKPQ P DVKFPGGGQIV ATRKTSERSQPRG 

Sb j Ct : 1 MSTNPKPQRKTKRNTNRRPQDVKFPGGGQIVGGVYLLPRRGPRLGVRATRKTSERSQPRG 60 

Query: 61 RRQPIPKARQPQGRHWAQPGY PWPLYGNEGCGWAGWLLSPRGSRPHWGPNDPRRRSRNLG 120 
RRQPIPKAR+P+GR WAQ PGY PWP L Y GNE GC GWAGWL LS P R GS R P WGP DPRRRSRNLG 
Sbjct: 61 RRQPIPKARRPEGRTWAQPGYPWPLYGNEGCGWAGWLLSPRGSRPSWGPTDPRRRSRNLG 120 

Query: 121 KVIDTLTCGFADLMGYIXXXXXXXXXXXXXXXXXXRAIEDGINYATGNLPGCSFSIFLLA 180 
KVIDTLTCGFADLMGYI R +EDG+NYATGNLPGCS FS I FLLA 


http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 


5/11/04 



V ? 




Sbjct : 121 KV I DT LT C G FAD LMGY I P LV GAPL GGAARALAHGVR VLE DGVN Y AT GN L PGC S FS I FL LA 180 


Query: 181 LLSCLTTPASA 191 
LLSCLT PAS A 

Sbjct: 181 LLS CLTVPASA 191 


□ > qi | 8926245 | qb I AAF81759 . 1 1 polyprotein [Hepatitis C virus] 
Length = 3011 

Score = 278 bits (711), Expect = 4e-74 

Identities = 136/191 (71%), Positives = 140/191 (73%) 


Query: 

1 

Sbjct : 

1 

Query: 

61 

Sbjct : 

61 

Query: 

121 

Sbjct : 

121 

Query: 

181 

Sbjct : 

181 


MSTLPKPQXXXXXXXXXXPTDVKFPGGGQIVXXXXXXXXXXXXXXXXATRKTSERSQPRG 60 
MST PKPQ P DVKFPGGGQIV ATRKTSERSQPRG 

MSTNPKPQRKTKRNTNRRPQDVKFPGGGQIVGGVYLLPRRGPRLGVRATRKTSERSQPRG 60 

RRQPI PKARQPQGRHWAQPGY PWPLY GNEGCGWAGWLLS PRGSRPHWGPNDPRRRSRNLG 120 
RRQPI PKAR+P+GR WAQ PG Y PWP L Y GNE GC GWAGWL L S PRGS R P WGP DPRRRSRNLG 
RRQPI PKARRPEGRTWAQPGYPWPLYGNEGCGWAGWLLSPRGSRPSWGPTDPRRRSRNLG 120 

KVIDTLTCGFADLMGYIXXXXXXXXXXXXXXXXXXRAIEDGINYATGNLPGCSFSIFLLA 180 
KVIDTLTCGFADLMGYI R +EDG+NYATGNLPGCS FS I FLLA 

KVI DTLTCGFADLMGY I P LV GAPL GGAARALAH GVRVLE D GVN Y AT GNL P GC S FS I FLLA 180 

LLSCLTTPASA 191 
LLSCLT PASA 
LLS CLTVPASA 191 


D > qi | 130455 | sp | P26664 | POLG HCV1 Genome polyprotein [Contains: Capsid protein C (C 
(P22); Envelope glycoprotein El (GP32) (GP35) ; Envelope 

glycoprotein E2 (GP68) (GP70) (NS1) ; Protein P7; 

Nonstructural protein NS2 (P21) ; Protease/helicase NS3 

(P70) (Hepacivirin) ; Nonstructural protein NS4A (P4) ; 

Nonstructural protein NS4B (P27); Nonstructural protein 
NS5A (P56) ; Nonstructural protein NS5B (P66) (P70) 

(RNA-directed RNA polymerase) ] 

qi| 74463 [ pir | | GNWVC3 genome polyprotein - hepatitis C virus (strain HCV-1) 
gi 1 329874 | qb | AAA45676 . 1 1 HCV-1 
Length = 3011 

Score = 278 bits (711), Expect = 4e-74 

Identities = 136/191 (71%), Positives = 140/191 (73%) 

Query : 1 MSTLPKPQXXXXXXXXXXPTDVKFPGGGQIVXXXXXXXXXXXXXXXXATRKTSERSQPRG 60 
MST PKPQ P DVKFPGGGQIV ATRKTSERSQPRG 

Sbjct : 1 MSTNPKPQKKNKRNTNRRPQDVKFPGGGQIVGGVYLLPRRGPRLGVRATRKTSERSQPRG 60 

Query: 61 RRQPI PKARQPQGRHWAQPGY PWPLY GNEGCGWAGWLLS PRGSRPHWGPNDPRRRSRNLG 120 
RRQPI PKAR+P+GR WAQ PGY PWPLY GNEGCGWAGWLLS PRGS RP WGP DPRRRSRNLG 
Sbjct : 61 RRQPI PKARRPEGRTWAQPGYPWPLYGNEGCGWAGWLLSPRGSRPSWGPTDPRRRSRNLG 120 

Query: 121 KVIDTLTCGFADLMGYIXXXXXXXXXXXXXXXXXXRAIEDGINYATGNLPGCSFSIFLLA 180 
KVIDTLTCGFADLMGYI R +EDG+NYATGNLPGCS FS I FLLA 

Sbjct: 121 KVIDTLTCGFADLMGYI PLVGAPLGGAARALAHGVRVLEDGVNYATGNLPGCSFS I FLLA 180 


http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 


5/11/04 



Query: 181 LLSCLTTPASA 191 
LLSCLT PAS A 

Sbjct: 181 LLS CLTVPAS A 191 


□ > qi 1 14532245 | qb | AAK66554 . 1 j HCV type la/lb chimera polyprotein [synthetic constr 
qi I 14532247 | qb | AAK66555 » 1 1 HCV type la polyprotein [synthetic construct] 

qi | 14532249 | qb | AAK66556 . 1 | HCV type la/lb chimera polyprotein [synthetic construct 

Length = 3011 


Score = 278 bits (710) , Expect = 5e-74 

Identities = 136/191 (71%), Positives = 140/191 (73%) 


Query: 

1 

Sbjct: 

1 

Query: 

61 

Sbjct : 

61 

Query: 

121 

Sbjct : 

121 

Query: 

181 

Sb j ct : 

181 


MSTLPKPQXXXXXXXXXXPTDVKFPGGGQIVXXXXXXXXXXXXXXXXATRKTSERSQPRG 60 
MST PKPQ P DVKFPGGGQIV ATRKTSERSQPRG 

MSTNPKPQRKTKRNTNRRPQDVKFPGGGQIVGGVYLLPRRGPRLGVRATRKTSERSQPRG 60 

RRQPI PKARQPQGRHWAQPGYPWPLYGNEGCGWAGWLLS PRGSRPHWGPNDPRRRSRNLG 12 0 
RRQPI PKAR+P+GR WAQPGYPWPLYGNEGCGWAGWLLSPRGSRP WGP DPRRRSRNLG 
RRQPI PKARRPEGRTWAQPGYPWPLYGNEGCGWAGWLLSPRGSRPSWGPTDPRRRSRNLG 120 

KVIDTLTCGFADLMGYIXXXXXXXXXXXXXXXXXXRAIEDGINYATGNLPGCSFSIFLLA 18 0 
KVIDTLTCGFADLMGYI R +EDG+NYATGNLPGCSFSIFLLA 

KVIDTLTCGFADLMGYIPLVGAPLGGAARALAHGVRVLEDGVNYATGNLPGCSFSIFLLA 18 0 

LLSCLTTPASA 191 
LLSCLT PASA 
LLS CLTVPAS A 191 


D > qi | 2327071 1 qb | AAB67036 . 1 1 polyprotein [Hepatitis C virus strain H77] 
Length = 3011 

Score = 278 bits (710) , Expect = 5e-74 

Identities = 136/191 (71%), Positives = 140/191 (73%) 


Query: 

1 

Sbjct: 

1 

Query: 

61 

Sbjct: 

61 

Query: 

121 

Sbjct : 

121 

Query: 

181 

Sbjct : 

181 


MS T L PK PQXXXXXXXXXX PT DVK F P GGGQ I VXXXXXXXXXXXXXXXXAT RKT SERSQPRG 60 
MST PKPQ P DVKFPGGGQIV ATRKTSERSQPRG 

MSTNPKPQRKTKRNTNRRPQDVKFPGGGQIVGGVYLLPRRGPRLGVRATRKTSERSQPRG 60 

RRQPI PKARQPQGRHWAQPGYPWPLYGNEGCGWAGWLLS PRGSRPHWGPNDPRRRSRNLG 120 
RRQPI PKAR+P+GR WAQPGYPWPLYGNEGCGWAGWLLSPRGSRP WGP DPRRRSRNLG 
RRQPI PKARRPEGRTWAQPGYPWPLYGNEGCGWAGWLLSPRGSRPSWGPTDPRRRSRNLG 120 

KVIDTLTCGFADLMGYIXXXXXXXXXXXXXXXXXXRAIEDGINYATGNLPGCSFSIFLLA 180 
KVIDTLTCGFADLMGYI R +EDG+NYATGNLPGCSFSIFLLA 

KVI DTLTCGFADLMGY I P LV GAP L GGAARALAH GVRV LE D GVN Y AT GN L P GC S FS I FLLA 180 

LLSCLTTPASA 191 
LLSCLT PASA 
LLS CLTVPAS A 191 


□ > qi |221297 93| ref | NP 671491.11 polyprotein [Hepatitis C virus] 
qi 123160981 qb I AAB66324 . 1 1 polyprotein [Hepatitis C virus] 
Length = 3011 


http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 


5 / 11/04 



itJ * 


Score = 278 bits (710), Expect = 5e-74 

Identities = 136/191 (71%), Positives = 140/191 (73%) 


Query: 

1 

Sbjct : 

1 

Query: 

61 

Sbjct : 

61 

Query: 

121 

Sbjct : 

121 

Query: 

181 

Sbjct : 

181 


MSTLPKPQXXXXXXXXXXPTDVKFPGGGQIVXXXXXXXXXXXXXXXXATRKTSERSQPRG 60 
MST PKPQ P DVKFPGGGQIV ATRKTSERSQPRG 

MSTNPKPQRKTKRNTNRRPQDVKFPGGGQIVGGVYLLPRRGPRLGVRATRKTSERSQPRG 60 

RRQPIPKARQPQGRHWAQPGYPWPLYGNEGCGWAGWLLSPRGSRPHWGPNDPRRRSRNLG 12 0 
RRQPIPKAR+P+GR WAQPGY PWPLY GNE GCGWAGWLLS PRGSR P WGP DPRRRSRNLG 
RRQPIPKARRPEGRTWAQPGYPWPLYGNEGCGWAGWLLSPRGSRPSWGPTDPRRRSRNLG 120 

KVIDTLTCGFADLMGYIXXXXXXXXXXXXXXXXXXRAIEDGINYATGNLPGCSFSIFLLA 18 0 
KVIDTLTCGFADLMGYI R +EDG+NYATGNLPGCSFSIFLLA 

KVIDTLTCGFADLMGYIPLVGAPLGGAARALAHGVRVLEDGVNYATGNLPGCSFSIFLLA 18 0 

LLSCLTTPASA 191 
LLSCLT PAS A 
LL SC LTV PAS A 191 


D > qi 1 14532251 1 qb 1 AAK66557 . 1 1 HCV type la/lb chimera mutant polyprotein [synthetic 
Length = 3011 

Score = 278 bits (710), Expect = 5e-74 

Identities = 136/191 (71%), Positives = 140/191 (73%) 


Query: 

1 

Sbjct : 

1 

Query: 

61 

Sbjct : 

61 

Query: 

121 

Sb j ct : 

121 

Query: 

181 

Sbjct : 

181 


MSTLPKPQXXXXXXXXXXPTDVKFPGGGQIVXXXXXXXXXXXXXXXXATRKTSERSQPRG 
MST PKPQ P DVKFPGGGQIV ATRKTSERSQPRG 

MSTNPKPQRKTKRNTNRRPQDVKFPGGGQIVGGVYLLPRRGPRLGVRATRKTSERSQPRG 

RRQP I PKARQPQGRHWAQPGY PWPLY GNE GCGWAGWLLS PRGSRPHWGPNDPRRRSRNLG 
RRQPIPKAR+P+GR WAQPGY PWPL Y GNE GCGWAGWLLS PR GSRP WGP DPRRRSRNLG 
RRQP I PKARR PE GRTWAQPGY PWPLY GNE GCGWAGWLLS PR GSRPSWGPTDPRRRSRNLG 

KVIDTLTCGFADLMGYIXXXXXXXXXXXXXXXXXXRAIEDGINYATGNLPGCSFSIFLLA 
KVI DTLTCGFADLMGY I R +EDG+NYATGNLPGCS FS I FLLA 

KVIDTLTCGFADLMGYIPLVGAPLGGAARALAHGVRVLEDGVNYATGNLPGCSFSIFLLA 

LLSCLTTPASA 191 
LLSCLT PAS A 
LLS CLTVPAS A 191 


60 

60 

120 

120 

180 

180 


D > qi 1 2327075 | qb | AAB67038 . 1 1 polyprotein [Hepatitis C virus strain H77] 
Length = 3011 

Score = 278 bits (710), Expect = 5e-74 

Identities = 136/191 (71%), Positives = 140/191 (73%) 

Query: 1 MSTLPKPQXXXXXXXXXXPTDVKFPGGGQIVXXXXXXXXXXXXXXXXATRKTSERSQPRG 60 

MST PKPQ P DVKFPGGGQIV ATRKTSERSQPRG 

Sbjct : 1 MSTNPKPQRKTKRNTNRRPQDVKFPGGGQIVGGVYLLPRRGPRLGVRATRKTSERSQPRG 60 

Query: 61 RRQP I PKARQPQGRHWAQPGY PWPLY GNE GCGWAGWLLS PR GSRPHWGPNDPRRRSRNLG 120 

RRQPIPKAR+P+GR WAQ PGY PWPLY GNE GCGWAGWLLS PRGSR P WGP DPRRRSRNLG 
Sbjct: 61 RRQPIPKARRPEGRTWAQPGYPWPLYGNEGCGWAGWLLSPRGSRPSWGPTDPRRRSRNLG 120 


http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 


5/11/04 



Query: 
Sbjct : 


121 KVIDTLTCGFADLMGYIXXXXXXXXXXXXXXXXXXRAIEDGINYATGNLPGCSFSIFLLA 180 
KVTDTLTCGFADLMGYI R +EDG+NYATGNLPGCS FS I FLLA 

121 KVIDTLTCGFADLMGYIPLVGAPLGGAARALAHGVRVLEDGVNYATGNLPGCSFSIFLLA 180 


Query: 181 LLSCLTTPASA 191 
LLSCLT PAS A 

Sbjct: 181 LLS CLTVPAS A 191 


D > qi I 9930557 | qb | AAG02099 . 1 1 polyprotein [Hepatitis C virus] 
Length = 3011 


Score = .278 bits (710), Expect = 5e-74 

Identities = 136/191 (71%), Positives = 140/191 (73%) 


Query: 

1 

Sbjct : 

1 

Query: 

61 

Sbjct: 

61 

Query: 

121 

Sbjct : 

121 

Query: 

181 

Sbjct: 

181 


MSTLPKPQXXXXXXXXXXPTDVKFPGGGQIVXXXXXXXXXXXXXXXXATRKTSERSQPRG 60 
MST PKPQ P DVKFPGGGQIV ATRKTSERSQPRG 

MSTNPKPQRKTKRNTNRRPQDVKFPGGGQIVGGVYLLPRRGPRLGVRATRKTSERSQPRG 60 

RRQPI PKARQPQGRHWAQPGYPWPLYGNEGCGWAGWLLSPRGSRPHWGPNDPRRRSRNLG 120 
RRQPI PKAR+P+GR WAQPGYPWPLYGNEGCGWAGWLLSPRGSRP WGP DPRRRSRNLG 
RRQPIPKARRPEGRTWAQPGYPWPLYGNEGCGWAGWLLSPRGSRPSWGPTDPRRRSRNLG 120 

KVIDTLTCGFADLMGYIXXXXXXXXXXXXXXXXXXRAIEDGINYATGNLPGCSFSIFLLA 180 
KVIDTLTCGFADLMGYI R +EDG+NYATGNLPGCS FS I FLLA 

KVIDTLTCGFADLMGYIPLVGAPLGGAARALAHGVRVLEDGVNYATGNLPGCSFSIFLLA 180 

LLSCLTTPASA 191 
LLSCLT PAS A 
LLS CLTVPAS A 191 


D > qi 130986551 qb | AAC15732 . 1 1 polyprotein [Hepatitis C virus] 

Length = 2864 

Score = 277 bits (709) , Expect = 6e-74 

Identities = 136/191 (71%), Positives = 139/191 (72%) 

Query: 1 MSTLPKPQXXXXXXXXXXPTDVKFPGGGQIVXXXXXXXXXXXXXXXXATRKTSERSQPRG 60 
MST PKPQ P DVKFPGGGQIV ATRKTSERSQPRG 

Sbjct: 1 MSTNPKPQRKTKRNTNRRPQDVKFPGGGQIVGGVYLLPRRGPRLGVRATRKTSERSQPRG 60 

Query: 61 RRQPI PKARQPQGRHWAQPGYPWPLYGNEGCGWAGWLLSPRGSRPHWGPNDPRRRSRNLG 120 
RRQPI PKARQP+GR WAQPGYPWPLYGNEG GWAGWLLSPRGSRP WGP DPRRRSRNLG 
Sbjct: 61 RRQPI PKARQPEGRAWAQPGYPWPLYGNEGLGWAGWLLSPRGSRPSWGPTDPRRRSRNLG 120 

Query: 121 KVIDTLTCGFADLMGYIXXXXXXXXXXXXXXXXXXRAIEDGINYATGNLPGCSFSIFLLA 180 
KVIDTLTCGFADLMGYI R +EDG+NYATGNLPGCS FS I FLLA 

Sbjct: 121 KVIDTLTCGFADLMGYI PLVGAPLGGAARALAHGVRVLEDGVNYATGNLPGCSFS I FLLA 180 

Query: 181 LLSCLTTPASA 191 
LLSCLT PAS A 

Sbjct: 181 LLSCLTI PASA 191 


http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 


5/1 1/04 



• • 

□ > qi | 15529111 1 qb | AAK97744 . 1 1 polyprotein [Hepatitis C virus] 

Length = 3010 

Score = 277 bits (709), Expect = 6e-74 

Identities = 136/191 (71%), Positives = 139/191 (72%) 

Query: 1 MSTLPKPQXXXXXXXXXXPTDVKFPGGGQIVXXXXXXXXXXXXXXXXATRKTSERSQPRG 60 
MST PKPQ P DVKFPGGGQIV ATRKTSERSQPRG 

Sb j ct : 1 MSTNPKPQRKTKRNTNRRPQDVKFPGGGQIVGGVYLLPRRGPRLGVRATRKTSERSQPRG 60 

Query: 61 RRQPIPKARQPQGRHWAQPGYPWPLYGNEGCGWAGWLLSPRGSRPHWGPNDPRRRSRNLG 120 
RRQPI PKARQP+GR WAQPGYPWPLYGNEG GWAGWLLSPRGSRP WGP DPRRRSRNLG 
Sbjct : 61 RRQPI PKARQ PE GRAWAQPGY PWPLYGNEGMGWAGWLLSPRGSRPSWGPTDPRRRSRNLG 120 

Query: 121 KVIDTLTCGFADLMGYIXXXXXXXXXXXXXXXXXXRAIEDGINYATGNLPGCSFSIFLLA 180 
KVIDTLTCGFADLMGYI R +EDG+NYATGNLPGCSFSIFLLA 

Sbjct: 121 KVI DTLTCGFADLMGY I PLVGAPLGGVARALAHGVRWEDGVNYATGNLPGCS FS I FLLA 180 

Query: 181 LLSCLTTPASA 191 
LLSCLT PAS A 

Sbjct: 181 LLSCLTIPASA 191 


□ > qi 1 19443761 dbj | BAA19625 . 1 1 unnamed protein product [Hepatitis C virus] 
Length = 3010 


Score = 277 bits (709), Expect = 7e-74 

Identities = 136/191 (71%), Positives = 141/191 (73%) 


Query: 

1 

Sbjct : 

1 

Query: 

61 

Sbjct : 

61 

Query: 

121 

Sbjct : 

121 

Query: 

181 

Sbjct : 

181 


MSTLPKPQXXXXXXXXXXPTDVKFPGGGQIVXXXXXXXXXXXXXXXXATRKTSERSQPRG 60 
MST PKPQ P DVKFPGGGQIV ATRKTSERSQPRG 

MSTNPKPQRKTKRNTNRRPQDVKFPGGGQIVGGVYLLPRRGPRLGVRATRKTSERSQPRG 60 

RRQPI PKARQPQGRHWAQPGY PWPLY GNE GCGWAGWLLS PRGSR PHWGPNDPRRRSRNLG 12 0 
RRQPI PKAR+P+GR WAQPGYPWPLYGNEG GWAGWLLSPRGSRP+WGP DPRRRSRNLG 
RRQPI PKARRPEGRTWAQPGYPWPLYGNEGMGWAGWLLSPRGSRPNWGPTDPRRRSRNLG 120 

KVI DTLTCGFADLMGY IXXXXXXXXXXXXXXXXXXRAIEDGINYATGNLPGCSFS I FLLA 180 
KVIDTLTCGFADLMGYI R +EDG+NYATGNLPGCS FS I FLLA 

KVI DTLTCGFADLMGY I PLVGAPLGGVARALAHGVRVLEDGVNYATGNLPGCSFS I FLLA 18 0 

LLSCLTTPASA 191 
LLSCLTTPASA 
LLSCLTTPASA 191 


D > qi | 1009261 1 dbj | BAA07091 . 1 1 core, env and part of E2/NS1 [Hepatitis C virus] 
Length = 414 

Score = 277 bits (709) , Expect = 7e-74 

Identities = 142/191 (74%), Positives = 142/191 (74%) 

Query : 1 MSTLPKPQXXXXXXXXXXPTDVKFPGGGQIVXXXXXXXXXXXXXXXXATRKTSERSQPRG 60 
MSTLPKPQ P DVKFPGGGQIV ATRKTSERSQPRG 

Sbjct : 1 MSTLPKPQRKTKRNTNRRPQDVKFPGGGQIVGGVYLLPRRGPRLGVRATRKTSERSQPRG 60 

Query: 61 RRQPI PKARQPQGRHWAQPGY PWPLY GNE GCGWAGWLLS PR GSR PHWGPNDPRRRSRNLG 120 


http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 


5 / 11/04 



V 7 



RRQPIPKAR GR WAQPGYPWPLYGNEGCGWAGWLLSPRGSRPHWGPNDPRRRSRNLG 
Sbjct : 61 RRQPIPKARHQTGRSWAQPGYPWPLYGNEGCGWAGWLLSPRGSRPHWGPNDPRRRSRNLG 120 

Query: 121 KVIDTLTCGFADLMGYIXXXXXXXXXXXXXXXXXXRAIEDGINYATGNLPGCSFSIFLLA 180 

KVIDTLTCGFADLMGYI RAIEDGINYATGNLPGCSFSIFLLA 

Sbjct: 121 KVI DTLTCGFADLMGYI PWGAPLGGVAAAIAHGVRAI EDGINYATGNLPGCS FS I FLLA 180 


Query: 181 LLSCLTTPASA 191 
LLSCLTTPASA 

Sbjct: 181 LLSCLTTPASA 191 


D > qi |3098644| qb | AAC15727 . 1 ] polyprotein [Hepatitis C virus] 
Length = 2864 


Score = 277 bits (709) , Expect = 7e-74 

Identities = 136/191 (71%), Positives = 139/191 (72%) 


Query: 

1 

Sbjct : 

1 

Query: 

61 

Sbjct : 

61 

Query: 

121 

Sbjct: 

121 

Query: 

181 

Sbjct: 

181 


MSTLPKPQXXXXXXXXXXPTDVKFPGGGQIVXXXXXXXXXXXXXXXXATRKTSERSQPRG 60 
MST PKPQ P DVKFPGGGQIV ATRKTSERSQPRG ? 

MSTNPKPQRKTKRNTNRRPQDVKFPGGGQIVGGVYLLPRRGPRLGVRATRKTSERSQPRG 60 

RRQPI PKARQPQGRHWAQPGYPWPLYGNEGCGWAGWLLSPRGSRPHWGPNDPRRRSRNLG 120 
RRQPIPKARQP+GR WAQPGYPWPLYGNEG GWAGWLLSPRGSRP WGP DPRRRSRNLG 
RRQPIPKARQPEGRAWAQPGYPWPLYGNEGLGWAGWLLSPRGSRPSWGPTDPRRRSRNLG 120 

KVIDTLTCGFADLMGYIXXXXXXXXXXXXXXXXXXRAIEDGINYATGNLPGCSFSIFLLA 180 
KVIDTLTCGFADLMGYI R +EDG+NYATGNLPGCS FS I FLLA 

KVIDTLTCGFADLMGYIPLVGAPLGGAARALAHGVRVLEDGVNYATGNLPGCSFSIFLLA 180 

LLSCLTTPASA 191 
LLSCLT PASA 
LLSCLTIPASA 191 


D > qi 159189611 qb|AAD56196. 1 1 polyprotein [Hepatitis C virus] 
Length = 3010 


Score = 277 bits (709) , Expect = 8e-74 

Identities = 136/191 (71%), Positives = 141/191 (73%) 


Query: 

1 

Sbjct: 

1 

Query: 

61 

Sbjct: 

61 

Query: 

121 

Sbjct : 

121 

Query: 

181 

Sb j ct : 

181 


MSTLPKPQXXXXXXXXXXPTDVKFPGGGQIVXXXXXXXXXXXXXXXXATRKTSERSQPRG 60 
MST PKPQ P DVKFPGGGQIV ATRKTSERSQPRG 

MSTNPKPQRKTKRNTNRRPQDVKFPGGGQIVGGVYLLPRRGPRLGVRATRKTSERSQPRG 60 

RRQPI PKARQPQGRHWAQPGYPWPLYGNEGCGWAGWLLSPRGSRPHWGPNDPRRRSRNLG 12 0 
RRQPIPKARQP+GR WAQPGYPWPLYGNEG GWAGWLLSPRGSRP WGP+DPRRRSRNLG 
RRQPI PKARQPEGRTWAQPGYPWPLYGNEGMGWAGWLLSPRGSRPSWGPSDPRRRSRNLG 12 0 

KVIDTLTCGFADLMGYIXXXXXXXXXXXXXXXXXXRAI EDGINYATGNLPGCS FS I FLLA 180 
KVIDTLTCGFADL+GYI R +EDG+NYATGNLPGCS FS I FLLA 

KVIDTLTCGFADLLGYIPLVGAPIGGVARALAHGVRVLEDGVNYATGNLPGCSFSIFLLA 180 

LLSCLTTPASA 191 
LLSCLTTPASA 
LLSCLTTPASA 191 


http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 


5/11/04 




□ > qi | 2943784 | dbj | BAR25076.il 
Length = 3010 



polyprotein [Hepatitis C virus] 


Score = 277 bits (708) , Expect = 8e-74 

Identities = 136/191 (71%), Positives = 140/191 (73%) 


Query: 

1 

Sbjct: 

1 

Query: 

61 

Sbjct: 

61 

Query: 

121 

Sbjct : 

121 

Query: 

181 

Sbjct : 

181 


MSTLPKPQXXXXXXXXXXPTDVKFPGGGQIVXXXXXXXXXXXXXXXXATRKTSERSQPRG 60 
MST PKPQ P DVKFPGGGQIV ATRKTSERSQPRG 

MSTNPKPQRKTKRNTNRRPQDVKFPGGGQIVGGVYLLPRRGPRLGVRATRKTSERSQPRG 60 

RRQPIPKARQPQGRHWAQPGYPWPLYGNEGCGWAGWLLSPRGSRPHWGPNDPRRRSRNLG 120 
RRQPI PKAR+P+GR WAQPGY PWPLYGNEG GWAGWLLSPRGSRP WGPNDPRRRSRNLG 
RRQPI PKARRPEGRTWAQPGYPWPLYGNEGLGWAGWLLSPRGSRPSWGPNDPRRRSRNLG 12 0 

KVIDTLTCGFADLMGYIXXXXXXXXXXXXXXXXXXRAIEDGINYATGNLPGCSFSIFLLA 180 
KVIDTLTCGFADLMGYI R +EDG+NYATGNLPGCS FS I FLLA 

KVIDTLTCGFADLMGY I PLVGAPLGGAARALAHGVRVLEDGVNYATGNLPGCS FS I FLLA 180 

LLSCLTTPASA 191 
LLSCLT PASA 
LLSCLTI PASA 191 


D > qi |7650246| qb | AAF65954 . 1 1 polyprotein [Hepatitis C virus] 
Length = 3010 


Score = 277 bits (708) , Expect = 8e-74 

Identities = 136/191 (71%), Positives = 139/191 (72%) 


Query: 

1 

Sbjct : 

1 

Query: 

61 

Sbjct: 

61 

Query: 

121 

Sbjct: 

121 

Query: 

181 

Sbjct: 

181 


MSTLPKPQXXXXXXXXXXPTDVKFPGGGQIVXXXXXXXXXXXXXXXXATRKTSERSQPRG 60 
MST PKPQ P DVKFPGGGQIV ATRKTSERSQPRG 

MSTNPKPQRKTKRNTNRRPQDVKFPGGGQIVGGVYLLPRRGPRLGVRATRKTSERSQPRG 60 

RRQPI PKARQPQGRHWAQPGYPWPLYGNEGCGWAGWLLSPRGSRPHWGPNDPRRRSRNLG 12 0 
RRQPI PKARQP+GR WAQPGYPWPLYGNEG GWAGWLLSPRGSRP WGP DPRRRSRNLG 
RRQPI PKARQPEGRAWAQPGYPWPLYGNEGLGWAGWLLSPRGSRPSWGPTDPRRRSRNLG 120 

KVI DTLTCGFADLMGY IXXXXXXXXXXXXXXXXXXRAI EDGINYATGNLPGCS FS I FLLA 180 
KVIDTLTCGFADLMGYI R +EDG+NYATGNLPGCS FS I FLLA 

KVI DTLTCGFADLMGYI PLVGAPLGGAARALAHGVRVLEDGVNYATGNLPGCS FS I FLLA 180 

LLSCLTTPASA 191 
LLSCLT PASA 
LLSCLTI PASA 191 


D> qi 176502401 qb I AAF65951 . 1 1 polyprotein [Hepatitis C virus] 

Length = 3010 

Score = 277 bits (708) , Expect = 9e-74 

Identities = 136/191 (71%), Positives = 139/191 (72%) 

Query: 1 MSTLPKPQXXXXXXXXXXPTDVKFPGGGQIVXXXXXXXXXXXXXXXXATRKTSERSQPRG 60 

MST PKPQ P DVKFPGGGQIV ATRKTSERSQPRG 

Sbjct: 1 MSTNPKPQRKTKRNTNRRPQDVKFPGGGQIVGGVYLLPRRGPRLGVRATRKTSERSQPRG 60 


http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 


5/11/04 



"O' - 


Query: 

61 

Sbjct : 

61 

Query: 

121 

Sbjct : 

121 

Query: 

181 

Sbjct: 

181 


RRQPI PKARQPQGRHWAQPGYPWPLYGNEGCGWAGWLLSPRGSRPHWGPNDPRRRSRNLG 12 0 
RRQPI PKARQP+GR WAQPGYPWPLYGNEG GWAGWLLSPRGSRP WGP DPRRRSRNLG 
RRQPI PKARQPEGRAWAQPGYPWPLYGNEGMGWAGWLLSPRGSRPSWGPTDPRRRSRNLG 12 0 

KVIDTLTCGFADLMGYIXXXXXXXXXXXXXXXXXXRAIEDGINYATGNLPGCSFSIFLLA 180 
KVIDTLTCGFADLMGYI R +EDG+NYATGNLPGCS FS I FLLA 

KVI DTLTCGFADLMGYI PLVGAPLGGAARALAHGVRVLEDGVNYATGNLPGCS FS I FLLA 180 

LLSCLTTPASA 191 
LLSCLT PAS A 
LLSCLTTPASA 191 


D > qi I 5420377 | emb | CAB46677 . 1 1 polyprotein [Hepatitis C virus type lb] 
Length = 3010 


Score = 277 bits (708), Expect = 9e-74 

Identities = 136/191 (71%), Positives = 139/191 (72%) 


Query: 

1 

Sbjct: 

1 

Query: 

61 

Sbjct: 

61 

Query: 

121 

Sbjct : 

121 

Query: 

181 

Sbj ct : 

181 


MSTLPKPQXXXXXXXXXXPTDVKFPGGGQIVXXXXXXXXXXXXXXXXATRKTSERSQPRG 60 
MST PKPQ P DVKFPGGGQIV ATRKTSERSQPRG 

MSTNPKPQRKTKRNTNRRPQDVKFPGGGQIVGGVYLLPRRGPRLGVRATRKTSERSQPRG 60 

RRQPI PKARQPQGRHWAQPGYPWPLYGNEGCGWAGWLLSPRGSRPHWGPNDPRRRSRNLG 12 0 
RRQPI PKARQP+GR WAQPGYPWPLYGNEG GWAGWLLSPRGSRP WGP DPRRRSRNLG 
RRQPI PKARQPEGRAWAQPGYPWPLYGNEGLGWAGWLLSPRGSRPSWGPTDPRRRSRNLG 12 0 

KVIDTLTCGFADLMGYIXXXXXXXXXXXXXXXXXXRAIEDGINYATGNLPGCSFSIFLLA 180 
KVIDTLTCGFADLMGYI R +EDG+NYATGNLPGCS FS I FLLA 

KVIDTLTCGFADLMGYIPLVGAPLGGAARALAHGVRVLEDGVNYATGNLPGCS FSIFLLA 180 

LLSCLTTPASA 191 
LLSCLT PAS A 
LLSCLTTPASA 191 


D > qi 15918963 1 gb I AAD56197 . 1 1 polyprotein [Hepatitis C virus] 
Length = 3010 


Score = 277 bits (708), Expect = 9e-74 

Identities = 136/191 (71%), Positives = 141/191 (73%) 


Query: 

1 

Sbjct : 

1 

Query: 

61 

Sbjct: 

61 

Query: 

121 

Sbjct: 

121 

Query: 

181 


MSTLPKPQXXXXXXXXXX PTDVKFPGGGQIVXXXXXXXXXXXXXXXXATRKTSERSQPRG 60 
MST PKPQ P DVKFPGGGQIV ATRKTSERSQPRG 

MSTNPKPQRKTKRNTNRRPQDVKFPGGGQIVGGVYLLPRRGPRLGVRATRKTSERSQPRG 60 

RRQPI PKARQPQGRHWAQPGYPWPLYGNEGCGWAGWLLSPRGSRPHWGPNDPRRRSRNLG 120 
RRQPI PKARQP+GR WAQPGYPWPLYGNEG GWAGWLLSPRGSRP WGP+DPRRRSRNLG 
RRQPI PKARQPEGRTWAQPGYPWPLYGNEGMGWAGWLLSPRGSRPSWGPSDPRRRSRNLG 120 

KVIDTLTCGFADLMGYIXXXXXXXXXXXXXXXXXXRAIEDGINYATGNLPGCS FSIFLLA 180 
KVIDTLTCGFADL+GYI R +EDG+NYATGNLPGCS FSIFLLA 

KVIDTLTCGFADLLGYIPLVGAPIGGVARALAHGVRVLEDGVNYATGNLPGCS FSIFLLA 180 

LLSCLTTPASA 191 
LLSCLTTPASA 


http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 


5/11/04 



Sbjct : 181 LLSCLTTPASA 191 


D > qi | 7650244 | qb I AAF65953 . 1 1 polyprotein [Hepatitis C virus] 
Length = 3010 


Score = 277 bits (708), Expect = 9e-74 

Identities = 137/191 (71%), Positives = 140/191 (73%) 


Query: 

1 

Sbjct : 

1 

Query: 

61 

Sbjct : 

61 

Query: 

121 

Sbjct : 

121 

Query: 

181 

Sbjct : 

181 


MSTLPKPQXXXXXXXXXXPTDVKFPGGGQIVXXXXXXXXXXXXXXXXATRKTSERSQPRG 60 
MST PKPQ P DVKFPGGGQIV ATRKTSERSQPRG 

MSTNPKPQRKTKRNTNRRPQDVKFPGGGQIVGGVYLLPRRGPRLGVRATRKTSERSQPRG 60 

RRQPIPKARQPQGRHWAQPGYPWPLYGNEGCGWAGWLLSPRGSRPHWGPNDPRRRSRNLG 120 
RRQPI PKARQP+GR WAQPGYPWPLYGNEG GWAGWLLSPRGSRP WGPNDPRRRSRNLG 
RRQPIPKARQPEGRAWAQPGYPWPLYGNEGMGWAGWLLSPRGSRPSWGPNDPRRRSRNLG 120 

KVIDTLTCGFADLMGYIXXXXXXXXXXXXXXXXXXRAIEDGINYATGNLPGCSFSIFLLA 180 
KVIDTLTCGFADLMGYI R +EDG+NYATGNLPGCS FS I FLLA 

KVTDTLTCGFADLMGYIPLVGAPLGGAARALAHGVRVLEDGVNYATGNLPGCSFSIFLLA 180 

LLSCLTTPASA 191 
LLS LTTPASA 
LLSGLTTPASA 191 


D > qi | 7650224 1 qb | AAF65943 . 1 1 polyprotein [Hepatitis C virus] 
Length = 3010 

Score = 277 bits (708), Expect = le-73 

Identities = 136/191 (71%), Positives = 139/191 (72%) 


Query: 

1 

Sbjct : 

1 

Query: 

61 

Sbjct : 

61 

Query: 

121 

Sbjct : 

121 

Query: 

181 

Sbjct : 

181 


MSTLPKPQXXXXXXXXXXPTDVKFPGGGQIVXXXXXXXXXXXXXXXXATRKTSERSQPRG 60 
MST PKPQ P DVKFPGGGQIV ATRKTSERSQPRG 

MSTNPKPQRKTKRNTNRRPQDVKFPGGGQIVGGVYLLPRRGPRLGVRATRKTSERSQPRG 60 

RRQPI PKARQPQGRHWAQPGYPWPLYGNEGCGWAGWLLSPRGSRPHWGPNDPRRRSRNLG 120 
RRQPI PK RQP+GR WAQPGYPWPLYGNEG GWAGWLLSPRGSRP WGP DPRRRSRNLG 
RRQPI PKVRQPE GRTWAQPGY PWPLY GNE GMGWAGWLLS PRGSRPSWGPTDPRRRS RNLG 120 

KVIDTLTCGFADLMGYIXXXXXXXXXXXXXXXXXXRAIEDGINYATGNLPGCSFSIFLLA 180 
KVIDTLTCGFADLMGYI R +EDG+NYATGNLPGCSFSI FLLA 

KVIDTLTCGFADLMGY I PLVGAPLGGAARVLAHGVRVLEDGVNYATGNLPGCS FS I FLLA 180 

LLSCLTTPASA 191 
LLSCLTTPASA 
LLSCLTTPASA 191 


D > qi | 7 650234 | qb | AAF65948 . 1 1 polyprotein [Hepatitis C virus] 

Length = 3010 

Score = 277 bits (708), Expect = le-73 

Identities = 136/191 (71%), Positives = 139/191 (72%) 

Query: 1 MSTLPKPQXXXXXXXXXXPTDVKFPGGGQIVXXXXXXXXXXXXXXXXATRKTSERSQPRG 60 


http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 
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Sbjct: 

1 

Query: 

61 

Sbjct : 

61 

Query: 

121 

Sbjct: 

121 

Query: 

181 

Sb j ct : 

181 



MST PKPQ P DVKFPGGGQIV ATRKTSERSQPRG 

MSTNPKPQRKTKRNTNRRPQDVKFPGGGQIVGGVYLLPRRGPRLGVRATRKTSERSQPRG 60 

RRQPI PKARQPQGRHWAQPGYPWPLYGNEGC GWAGWLLS PRGSRPHWGPNDPRRRSRNLG 120 
RRQPI PKARQP+GR WAQPGYPWPLYGNEG GWAGWLLS PRGSRP WGP DPRRRSRNLG 
RRQPI PKARQPEGRAWAQPGYPWPLYGNEGMGWAGWLLS PRGSRPSWGPTDPRRRSRNLG 120 

KVIDTLTCGFADLMGYIXXXXXXXXXXXXXXXXXXRAIEDGINYATGNLPGCSFSIFLLA 180 
KVIDTLTCGFADLMGYI R +EDG+NYATGNLPGCSFSIFLLA 

KVIDTLTCGFADLMGYI PLVGAPLGGAARALAHGVRVLEDGVNYATGNLPGCSFSI FLLA 180 

LLSCLTTPASA 191 
LLSCLT PASA 
LLSCLTVPASA 191 


D > qi |7341103| qb | AAF61205 . 1 1 polyprotein [Hepatitis C virus] 
Length = 3008 


Score = 276 bits (707), Expect = le-73 

Identities = 136/191 (71%), Positives = 140/191 (73%) 


Query: 

1 

Sbjct : 

1 

Query : 

61 

Sb j ct : 

61 

Query: 

121 

Sbjct: 

121 

Query: 

181 

Sb j ct : 

181 


MSTLPKPQXXXXXXXXXXPTDVKFPGGGQIVXXXXXXXXXXXXXXXXATRKTSERSQPRG 60 
MST PKPQ P DVKF PGGGQ IV ATRKTSERSQPRG 

MSTNPKPQRKTKRNTNRRPQDVKFPGGGQIVGGVYLLPRRGPRLGVRATRKTSERSQPRG 60 

RRQPIPKARQPQGRHWAQPGYPWPLYGNEGCGWAGWLLS PRGSRPHWGPNDPRRRSRNLG 12 0 
RRQPI PKARQP+GR WAQPGYPWPLYGNEG GWAGWLLS PRGSRP+WGP DPRRRSRNLG 
RRQPI PKARQPEGRAWAQPGYPWPLYGNEGMGWAGWLLSPRGSRPNWGPTDPRRRSRNLG 12 0 

KVIDTLT CGFADLMGY I XXXXXXXXXXXXXXXXXXRAI E DGINYAT GNL PGCSFSIFLLA 180 
KVIDTLTCGFADLMGYI R +E DG+NYAT GNL PGCS FS I FLLA 

KVIDTLTCGFADLMGYI PLVGAPLGGAARALAHGVRVLEDGVNYATGNLPGCSFSI FLLA 180 

LLSCLTTPASA 191 
LLSCLT PASA 
LLSCLTTPASA 191 


D > qi 1 18140861 dbj | BAA09072 . 1 1 polyprotein [Hepatitis C virus] 

Length = 3010 

Score = 276 bits (707), Expect = le-73 

Identities = 136/191 (71%), Positives = 139/191 (72%) 

Query: 1 MSTLPKPQXXXXXXXXXXPTDVKFPGGGQIVXXXXXXXXXXXXXXXXATRKTSERSQPRG 60 

MST PKPQ P DVKF PGGGQ IV ATRKTSERSQPRG 

Sbjct: 1 MSTNPKPQRKTKRNTNRRPQDVKFPGGGQIVGGVYLLPRRGPRLGVRATRKTSERSQPRG 60 

Query: 61 RRQPIPKARQPQGRHWAQPGYPWPLYGNEGC GWAGWLLS PRGSRPHWGPNDPRRRSRNLG 120 

RRQPI PKARQP+GR WAQPGYPWPLYGNEG GWAGWLLS PRGSRP WGP DPRRRSRNLG 
Sbjct: 61 RRQPI PKARQPEGRAWAQPGYPWPLYGNEGMGWAGWLLS PRGSRPSWGPTDPRRRSRNLG 120 

Query: 121 KVIDTLTCGFADLMGYIXXXXXXXXXXXXXXXXXXRAIEDGINYATGNLPGCSFSIFLLA 180 

KVIDTLTCGFADLMGYI R +EDG+NYATGNLPGCSFSI FLLA 

Sbjct: 121 KVIDTLTCGFADLMGYI PLVGAPLGGASRALAHGVRVLEDGVNYATGNLPGCSFSI FLLA 180 


http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 
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"<J - 


Query: 181 LLSCLTTPASA 191 
LLSCLT PASA 

Sbjct: 181 LLSCLTIPASA 191 


D > qi I 7650252 | qb I AAF65957 . 1 1 polyprotein [Hepatitis C virus] 
Length = 3010 


Score = 276 bits (707), Expect = le-73 

Identities = 136/191 (71%), Positives = 139/191 (72%) 


Query: 

1 

Sb j ct : 

1 

Query: 

61 

Sbj ct : 

61 

Query: 

121 

Sbj ct : 

121 

Query: 

181 

Sbjct : 

181 


MSTLPKPQXXXXXXXXXXPTDVKFPGGGQIVXXXXXXXXXXXXXXXXATRKTSERSQPRG 60 
MST PKPQ P DVKFPGGGQIV ATRKTSERSQPRG 

MSTNPKPQRKTKRNTNRRPQDVKFPGGGQIVGGVYLLPRRGPRLGVRATRKTSERSQPRG 60 

RRQPI PKARQPQGRHWAQPGY PWPLY GNE GC GWAGWLLS PRGSRPHWGPNDPRRRSRNLG 120 
RRQPI PKARQP+GR WAQPGY PWPLY GNE G GWAGWLLS PRGSRP WGP DPRRRSRNLG 
RRQPI PKARQPEGRTWAQPGY PWPLY GNE GMGWAGWLLS PRGSRPSWGPTDPRRRSRNLG 120 

KVIDTLTCGFADLMGYIXXXXXXXXXXXXXXXXXXRAIEDGINYATGNLPGCSFSIFLLA 180 
KVIDTLTCGFADLMGYI R +ED +NYATGNLPGCS FS I FLLA 

KVIDTLTCGFADLMGYIPLVGAPLGGAARAIiAHGVRVLEDSVNYATGNLPGCSFSIFLLA 180 

LLSCLTTPASA 191 
LLSCLTTPASA 
LLSCLTTPASA 191 


D> qi| 1814089|dbj | BAA09076. 1 1 polyprotein [Hepatitis C virus] 

Length = 3010 

Score = 276 bits (707), Expect = le-73 

Identities = 136/191 (71%), Positives = 139/191 (72%) 

Query: 1 MSTLPKPQXXXXXXXXXXPTDVKFPGGGQIVXXXXXXXXXXXXXXXXATRKTSERSQPRG 60 

MST PKPQ P DVKFPGGGQIV ATRKTSERSQPRG 

Sbjct: 1 MSTNPKPQRKTKRNTNRRPQDVKFPGGGQIVGGVYLLPRRGPRLGVRATRKTSERSQPRG 60 

Query: 61 RRQPI PKARQPQGRHWAQPGY PWPLY GNE GC GWAGWLLS PRGSRPHWGPNDPRRRSRNLG 120 
RRQPIPKARQP+GR WAQPGY PWPLY GNEG GWAGWLLS PRGSRP WGP DPRRRSRNLG 
Sbjct: 61 RRQPI PKARQPEGRAWAQPGYPWPLY GNE GMGWAGWLLS PRGSRPSWGPTDPRRRSRNLG 120 

Query: 121 KVIDTLTCGFADLMGYIXXXXXXXXXXXXXXXXXXRAIEDGINYATGNLPGCSFSIFLLA 180 
KVIDTLTCGFADLMGYI R +EDG+NYATGNLPGCSFSIFLLA 

Sbjct: 121 KVIDTLTCGFADLMGYIPLVGAPLGGASRALAHGVRVLEDGVNYATGNLPGCSFSIFLLA 180 

Query: 181 LLSCLTTPASA 191 
LLSCLT PASA 

Sbjct: 181 LLSCLTIPASA 191 


□ > qi 1 1765868 I dbj I BAA13615 . 1 1 core, env and part of E2/NS1 [Hepatitis C virus] 
Length = 414 

Score = 276 bits (706), Expect = le-73 

Identities = 140/191 (73%), Positives = 142/191 (74%) 


http ://www.ncbi .nlm . nih.gov/BLAST/Blast. cgi 
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- 


Query: 

1 

Sbjct : 

1 

Query: 

61 

Sbjct: 

61 

Query: 

121 

Sbjct: 

121 

Query: 

181 

Sbjct: 

181 


MSTLPKPQXXXXXXXXXX PTDVKFPGGGQIVXXXXXXXXXXXXXXXXATRKTSERSQPRG 
MSTLPKPQ P DVKFPGGGQIV ATRKTSERSQPRG 

MSTLPKPQRKTKRNTNRRPMDVKFPGGGQIVGGVYLLPRRGPRLGVRATRKTSERSQPRG 

RRQPIPKARQPQGRHWAQPGYPWPLYGNEGCGWAGWLLSPRGSRPHWGPNDPRRRSRNLG 
RRQPIPKARQP GR W QPGYPWPLYGNEGCGWAGWLLSPRGSRP+WGPNDPRRRSRNLG 
RRQPIPKARQPTGRSWGQPGYPWPLYGNEGCGWAGWLLSPRGSRPNWGPNDPRRRSRNLG 

KVIDTLTCGFADLMGYIXXXXXXXXXXXXXXXXXXRAIEDGINYATGNLPGCSFSIFLLA 
KVIDTLTCG ADLMGYI RAI EDG+NYATGNLPGCS FS I FLLA 

KVIDTLTCGLADLMGYIPVLGGPLGGVAAALAHGVRAIEDGVNYATGNLPGCSFSIFLLA 

LLSCLTTPASA 191 
LLSCLTTPASA 
LLSCLTTPASA 191 


60 

60 

120 

120 

180 

180 


□ > qi 1 1009263 | dbj | BAA07092 . 1 1 core, env and part of E2/NS1 [Hepatitis C virus] 
Length = 414 

Score = 276 bits (706), Expect = le-73 

Identities = 141/191 (73%), Positives - 142/191 (74%) 

Query : 1 MSTLPKPQXXXXXXXXXXPTDVKFPGGGQIVXXXXXXXXXXXXXXXXATRKTSERSQPRG 60 

MSTLPKPQ P DVKFPGGGQIV ATRKTSERSQPRG 

Sb j ct : 1 MSTLPKPQRKTKRNTNRRPQDVKFPGGGQIVGGVYLLRRRGPRLGVRATRKTSERSQPRG 60 

Query: 61 RRQPI PKARQPQGRHWAQPGYPWPLYGNEGCGWAGWLLSPRGSRPHWGPNDPRRRSRNLG 120 

RRQPIPKAR GR WAQPGYPWPLYGNEGCGWAGWLLSPRGSRPHWGPNDPRRRSRNLG 
Sb j ct : 61 RRQPI PKARHQTGRSWAQPGYPWPLYGNEGCGWAGWLLSPRGSRPHWGPNDPRRRSRNLG 12 0 

Query: 121 KVIDTLTCGFADLMGYIXXXXXXXXXXXXXXXXXXRAIEDGINYATGNLPGCSFSIFLLA 180 
KVIDTLTCGFADLMGYI RA+EDGINYATGNLPGCSFSIFLLA 

Sb j ct : 121 KVIDTLTCGFADLMGYIPWGAPLGGVAAALAHGVRALEDGINYATGNLPGCSFSIFLLA 18 0 

Query: 181 LLSCLTTPASA 191 
LLSCLTTPASA 

Sb j ct : 181 LLSCLTTPASA 191 


D > qi | 765022 6 | qb | AAF65944 . 1 1 polyprotein [Hepatitis C virus] 

Length = 3010 

Score = 276 bits (706) , Expect = 2e-73 

Identities = 136/191 (71%), Positives = 139/191 (72%) 

Query : 1 MSTLPKPQXXXXXXXXXXPTDVKFPGGGQIVXXXXXXXXXXXXXXXXATRKTSERSQPRG 60 
MST PKPQ P DVKFPGGGQIV ATRKTSERSQPRG 

Sb j Ct : 1 MSTNPKPQRKTKRNTNRRPQDVKFPGGGQIVGGVYLLPRRGPRLGVRATRKTSERSQPRG 60 

Query: 61 RRQPI PKARQPQGRHWAQPGY PWPLYGNEGCGWAGWLLSPRGSRPHWGPNDPRRRSRNLG 120 
RRQPI PKARQP+GR WAQPGY PWPLYGNEG GWAGWLLSPRGSRP WGP DPRRRSRNLG 
Sb j Ct : 61 RRQPI PKARQPEGRTWAQPGY PWPLYGNEGMGWAGWLLSPRGSRPSWGPTDPRRRSRNLG 120 

Query: 121 KVIDTLTCGFADLMGYIXXXXXXXXXXXXXXXXXXRAIEDGINYATGNLPGCSFSIFLLA 180 
KVIDTLTCGFADLMGYI R +EDG+NYATGNLPGCSFSIFLLA 


http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 
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Sbjct : 121 KVIDTLTCGFADLMGYIPLVGAPLGGAARALAHGVRVLEDGVNYATGNLPGCSFSIFLLA 180 

Query: 181 LLSCLTTPASA 191 
LLSCLT PAS A 

Sbjct: 181 LLSCLT I PASA 191 



Database: All non-redundant GenBank CDS 

translations+PDB+SwissProt+PIR+PRF excluding environmental samples 
Posted date: May 11, 2004 12:59 AM 

Number of letters in database: 593,787,773 
Number of sequences in database: 1,798,171 


Lambda 

0.320 


K H 

0.140 0.471 


Gapped 

Lambda K H 

0.267 0.0410 0.140 


Matrix: BLOSUM62 

Gap Penalties: Existence: 11, Extension: 1 

Number of Hits to DB: 42,029,332 

Number of Sequences: 1798171 

Number of extensions: 1637745 

Number of successful extensions: 3615 

Number of sequences better than 10.0: 298 

Number of HSP ! s better than 10.0 without gapping: 294 

Number of HSP's successfully gapped in prelim test: 4 

Number of HSP's that attempted gapping in prelim test: 

Number of HSP's gapped (non-prelim): 302 

length of query: 191 

length of database: 593,787,773 

effective HSP length: 118 

effective length of query: 73 

effective length of database: 381,603,595 

effective search space: 27857062435 

effective search space used: 27857062435 


T: 11 
A: 40 


XI: 

16 

(7.4 

bits) 

X2 : 

38 

(14.6 

bits) 

X3 : 

64 

(24.7 

bits) 

SI: 

41 

(21.7 

bits) 

S2 : 

70 

(31.6 

bits) 


3029 
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